Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.050; wR factor = 0.125; data-to-parameter ratio = 19.4.
Two independent molecules (A and B) comprise the asymmetric unit of the title compound, C 26 H 28 ClN, with the inverted form of B almost superimposable upon A. Each piperidine ring has a chair conformation and the chloro substituent is anti to the piperidine N atom. Each of two aromatic rings, the benzyl residue and one methyl group substituents occupies an equatorial position, and the second methyl substituent occupies an axial position. The dihedral angle formed between the chlorobenzene ring and the flanking phenyl rings in molecule A are 84.24 (9) and 24.85 (8) ; the equivalent angles for molecule B are 79.97 (9) and 28.33 (9) . In the crystal, the A and B molecules are connected by C-HÁ Á ÁCl and C-HÁ Á Á interactions, forming a supramolecular chain along [101] .
Related literature
For the biological activity of piperidine derivatives, see: Ramalingan et al. (2004) ; Ramachandran et al. (2011) . For a related structure, see: Ramalingan et al. (2012) . For additional conformational analysis, see: Spek (2009 Refinement R[F 2 > 2(F 2 )] = 0.050 wR(F 2 ) = 0.125 S = 1.04 9798 reflections 505 parameters H-atom parameters constrained Á max = 0.40 e Å À3 Á min = À0.34 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C35-C40 ring. 
Comment
The crystal structure determination of the title compound was undertaken in order to establish conformational details for a molecule designed and synthesized for the evaluation of its biological properties. The motivation for the biological trial arises as piperidine derivatives are an important class of heterocyclic compounds with potent pharmacological/biological activities (Ramalingan et al., 2004; Ramachandran et al., 2011) .
Two independent molecules comprise the asymmetric unit of (I), Fig. 1 . The inverted molecule of the N2-containing molecule is virtually super-imposable upon that of the N1-containing molecule, Fig. 2 . The r.m.s. bond and angle fits are 0.0045 Å and 0.617°, respectively (Spek, 2009) . Each piperidine ring has a chair conformation and the two aromatic rings, the benzyl residue and one methyl substituent occupy equatorial positions, as found in a related structure lacking one C-bound methyl group (Ramalingan et al., 2012) , with the additional methyl substituent occupying an axial position.
The dihedral angle formed between the C1-C6 chlorobenzene ring and the flanking C9-C14 and C21-C26 phenyl rings are 84.24 (9) and 24.85 (8)°, respectively; the dihedral angle between the phenyl rings is 62.03 (9)°. The comparable values found for the second independent molecule are 79.97 (9), 28.33 (9) and 54.39 (8)°, respectively. The chloro substituent is anti to the piperidine-N atom in each independent molecule.
In the crystal, the independent molecules are connected to each other by C-H···Cl and C-H···π interactions, Table 1, to form a supramolecular chain along [101], Fig. 3 . These assemble into the three-dimensional architecture without specific intermolecular interactions between them, Fig. 4 .
Experimental
A starting material, 3,5-dimethyl-2,6-diphenylpiperidine, was synthesized from benzaldehyde, 2-butanone and ammonium acetate through a Mannich-type reaction (for a typical synthesis, see Ramalingan et al. (2004) ) followed by standard Wolff-Kishner reduction using hydrazine hydrate in diethylene glycol. The title compound was then synthesized as follows. To a DMF solution (15 ml) of 3,5-dimethyl-2,6-diphenylpiperidine (1.33 g, 0.005 mol) was added potassium tert-butoxide (0.67 g, 0.006 mol). The mixture was stirred for 30 minutes and 2-chlorobenzyl bromide (0.78 ml, 0. 
Computing details
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO (Agilent, 2012); data reduction: CrysAlis PRO (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) , DIAMOND (Brandenburg, 2006) and QMol (Gans & Shalloway, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
Figure 1
The molecular structure of (I) showing displacement ellipsoids at the 70% probability level.
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Figure 2
Superimposition of the two independent molecules in (I); the N2-containing molecule has been inverted. The ring-C,N,Csequences have been superimposed, and the N1-and N2-containing molecules are shown as red and blue images, respectively.
Figure 3
A view of the supramolecular chain in (I) sustained by C-H···Cl and C-H···π interactions, shown as orange and purple dashed lines, respectively.
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Figure 4
A view in projection down the a axis of the unit-cell contents for (I). The C-H···Cl and C-H···π interactions are shown as orange and purple dashed lines, respectively. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
1-(2-Chlorobenzyl)-3,5-dimethyl-2,6-diphenylpiperidine
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0177 (7) 0.0011 (6) 0.0009 (6) −0.0017 (6) C1 0.0246 (10) 0.0156 (8) 0.0210 (9) −0.0019 (7) 0.0022 (7) −0.0023 (7) C2 0.0271 (11) 0.0206 (9) 0.0269 (10) 0.0053 (8 0.0256 (11) 0.0185 (9) 0.0225 (9) 0.0017 (7) 0.0027 (8) −0.0008 (7) C6 0.0201 (10) 0.0112 (8) 0.0214 (9) 0.0006 (7) 0.0000 (7) −0.0021 (7) C7 0.0205 (10) 0.0156 (8) 0.0210 (9) −0.0008 (7) 0.0026 (7) 0.0041 (7) C8 0.0180 (9) 0.0195 (9) 0.0186 (8) 0.0010 (7) 0.0025 (7) 0.0008 (7) C9 0.0226 (10) 0.0206 (9) 0.0159 (8) 0.0026 (7) 0.0013 (7) 0.0021 (7) C10 0.0263 (11) 0.0258 (10) 0.0241 (9) −0.0009 (8) 0.0064 (8) −0.0007 (8) C11
0.0382 (13) 0.0298 (11) 0.0290 (10) 0.0041 (9) 0.0128 (9) −0.0030 (9) C12 0.0483 (14) 0.0216 (10) 0.0297 (11) −0.0008 (9) 0.0080 (10) −0.0056 (8) C13
0.0358 (13) 0.0255 (10) 0.0331 (11) −0.0070 (9) 0.0042 (9) −0.0020 (9) C14 0.0257 (11) 0.0243 (9) 0.0246 (9) −0.0001 (8) 0.0042 (8) 0.0007 (8) C15 0.0306 (12) 0.0291 (10) 0.0236 (10) 0.0049 (8) 0.0041 (8) 0.0083 (8) C16 0.0192 (10) 0.0249 (9) 0.0213 (9) 0.0045 (7) −0.0013 (7) 0.0033 (8) C17 0.0245 (11) 0.0208 (9) 0.0249 (9) 0.0047 (8) 0.0003 (8) 0.0041 (8) C18 0.0266 (11) 0.0172 (9) 0.0218 (9) 0.0018 (7) 0.0008 (8) 0.0038 (7) C19 0.0404 (13) 0.0178 (9) 0.0362 (11) 0.0071 (9) −0.0040 (10) −0.0001 (9) C20 0.0198 (10) 0.0166 (8) 0.0178 (8) 0.0018 (7) 0.0044 (7) 0.0020 (7) C21 0.0212 (10) 0.0114 (8) 0.0203 (9) 0.0017 (7) 0.0024 (7) 0.0007 (7) C22 0.0257 (10) 0.0193 (9) 0.0186 (9) 0.0000 (7) 0.0042 (7) 0.0000 (7) 0.0249 (10) 0.0186 (9) 0.0224 (9) 0.0000 (7) 0.0047 (8) 0.0038 (7) C27 0.0235 (10) 0.0197 (9) 0.0213 (9) 0.0012 (7) 0.0031 (8) 0.0002 (7) C28 0.0285 (12) 0.0318 (11) 0.0279 (10) −0.0065 (9) −0.0043 (9) −0.0003 (9) C29 0.0245 (12) 0.0376 (12) 0.0412 (12) −0.0112 (9) −0.0016 (9) 0.0052 (10) C30 0.0250 (11) 0.0322 (11) 0.0371 (11) −0.0028 (9) 0.0125 (9) 0.0091 (9) C31 0.0263 (11) 0.0218 (9) 0.0228 (9) −0.0004 (8) 0.0054 (8) 0.0036 (8) C32 0.0199 (9) 0.0138 (8) 0.0188 (8) 0.0001 (7) 0.0027 (7) 0.0022 (7) C33 0.0181 (9) 0.0189 (8) 0.0154 (8) 0.0018 (7) 0.0031 (7) −0.0015 (7) C34 0.0172 (9) 0.0220 (9) 0.0185 (8) 0.0028 (7) 0.0006 (7) −0.0024 (7) C35 0.0235 (10) 0.0246 (9) 0.0132 (8) −0.0013 (8) −0.0005 (7) −0.0045 (7) 0.0170 (9) 0.0182 (9) 0.0244 (9) −0.0004 (7) 0.0055 (7) 0.0028 (7) C47 0.0198 (10) 0.0135 (8) 0.0225 (9) −0.0013 (7) 0.0042 (7) 0.0014 (7) C48 0.0219 (10) 0.0200 (9) 0.0213 (9) 0.0001 (7) 0.0038 (7) 0.0013 (7) C49 0.0184 (10) 0.0231 (9) 0.0306 (10) 0.0010 (7 
